As one of emerging porcine viruses, atypical porcine pestivirus (APPV) was found in three continents since it emerged in 2015. It is now thought as the causative agent for congenital tremor type A-II in piglets. At the end of 2017, two APPV strains were identified from piglets with congenital tremor in Guangxi and Yunnan, China.
| INTRODUCTION
The genus Pestivirus of the Flaviviridae family comprises viruses of high economic importance such as classical swine fever virus (CSFV), bovine viral diarrhoea virus (BVDV) and border disease virus (BDV), as well as new virus species of undetermined economic impact with different clinical manifestations (Blome, Beer, & Wernike, 2017) . Piglets with clinical signs of Congenital tremors (CT), commonly known as "shaker pigs" or "dancing pigs", are often observed in newborn piglets suffering from muscular tremor and difficulties of standing and feeding on sow's milk (Done, Woolley, Upcott, & Hebert, 1986; de Groof et al., 2016) . Since CT was reported for the first time in 1922, researchers have put efforts on investigating the cause of this disease (Blomström, Ley, & Jacobson, 2014; de Groof et al., 2016) .
CT is generally divided into types A and B (Done & Harding, 1967; Done et al., 1986) , while type A is further subdivided into five subgroups (I-V), among which type A-II remains unidentified in decades of speculation for its cause. Recently, a novel Pestivirus, atypical *Co-first authors.
porcine pestivirus (APPV), was discovered in the USA in 2015 (Hause et al., 2015) . The APPV was then also found in a number of countries in three continents, including Germany, Netherlands, Spain, Austria, China, and Brazil (Arruda et al., 2016; Beer et al., 2017; de Groof et al., 2016; Mósena et al., 2018; Muñoz-González et al., 2017; Schwarz et al., 2017; Shen et al., 2018; Yuan et al., 2017; Zhang et al., 2017) . Currently, it is thought as the causative agent for CT type A-II in piglets, though more convincing experimental evidence are warranted to confirm this.
Atypical porcine pestivirus is an enveloped RNA virus with a positive-sense and single-stranded genome. Its genome is so far determined to be about 11-12 kb in length, which is exactly not complete due to difficulty in obtaining virus samples of high titer.
The APPV contains a long open reading frame (ORF) encoding a polyprotein composed of 3,635 amino acids that are putatively processed into four structural proteins (C, E rns , E1, E2) and eight nonstructural proteins (N pro , P7, NS2, NS3, NS4A, NS4B, NS5A and NS5B). Most recently, APPV has been proposed by the International Committee on Taxonomy of Viruses (ICTV) to name as Pestivirus K (King et al., 2018) , which would clearly differentiate it from other members within the pestivirus genus.
Pathogenicity of most APPV isolates is largely unknown, and only a few of them have been tested in pig experiments to partially perform the Koch's postulates. APPV have been detected in domestic pigs including piglets and adult pigs in three continents, and in wild boars in Germany (Cagatay et al., 2018) . The genetic variability of 81%-87% among the APPV isolates is high even within a region Postel et al., 2016) . Although a number of APPV clusters have been proposed, the origin and evolution of APPV remain unknown due to insufficient number of strains which could be utilized for phylogenetic analysis (Arruda et al., 2016; Beer et al., 2017; de Groof et al., 2016; Postel et al., 2016) . In this study, two APPV strains were recently identified from CT-affected piglets in Guangxi and Yunnan, China. The results would provide new information regarding APPV genome and genetic divergence in China. 
| MATERIALS AND METHODS

| Clinical samples
| Sequence analysis
Nucleotide and deduced amino acid identities were calculated using 
